Background: Y-box binding protein 1 (YB-1) belongs to the cold shock domain protein family involved in transcription and translation. We conducted a meta-analysis of the association between YB-1 expression and the survival and clinicopathological features in NSCLC.
INTRODUCTION
Lung cancer is the most commonly diagnosed cancer and the leading cause of cancer-related deaths among men. It is the second-leading cause of cancerrelated deaths among women [1] . The main type of lung cancer is non-small cell lung cancer (NSCLC), which accounts for 85% of all lung cancers, including squamous cell carcinoma, adenocarcinoma, and large-cell carcinoma. In the United States, patients diagnosed with lung cancer manifest a five-year survival rate of 16.5% [2] . Such rates are even lower in developing countries. YB-1 was recently reported as a poor prognosis of many malignant tumors, and its role in NSCLC caught our interest.
Y-box binding protein 1 (YB-1) is a multifunction protein belonging to the cold shock domain protein family that binds both DNA and RNA [3] . As a role of transcription factor, YB-1 binds to the Y-box (inverted CCAAT box) [4] . Moreover, as a component of the messenger ribonucleoprotein particle mRNP complex, YB-1 regulates the translational activity of mRNP [5] [6] [7] . YB-1 participates in almost all DNA and mRNA related processes in the cell [8] , and it is involved in therapy resistance, gene splicing/repair, exon skipping, and cancer development [9] . YB-1 is a multifunction protein that enhances the ten cancer hallmarks proposed by Hanahan and Weinberg [9, 10] . Given its multifunction, YB-1 was considered a therapeutic target. The results showed that Review anti-YB-1 siRNAs can suppress tumor cell proliferation, invasion, and differentiation; it also promotes apoptosis and enhances chemosensitivity [11] [12] [13] [14] [15] . In the clinic, YB-1 was detected in the immunohistochemical staining of the nucleus and/or the cytoplasm. Recent studies found that YB-1 overexpression is involved in several malignant tumors, such as breast cancer [16] , colorectal carcinoma [17, 18] , glioma [19] , renal cell carcinomas [20] , prostate cancer [21] , and lung cancer [22] .
Although many studies have reported on YB-1, the prognostic value of YB-1 overexpression in NSCLC remains unclear. Thus, meta-analysis should be performed to evaluate whether YB-1 overexpression is associated with poor outcome. The results of the meta-analysis will serve as basis for the development of therapeutic targets for this receptor.
RESULTS

Description of studies
We indentified six studies (Figure 1 ) that analyzed the prognostic value of YB-1 expression [22] [23] [24] [25] [26] [27] . The characteristics of these studies are shown in Table 1 . Out of the six studies, four evaluated patient cohorts from Japan, and one each evaluated patients from China and Germany. These studies gathered 692 NSCLC patients. The recruitment time in five studies (576 patients) was before 2005, and that in the remaining study (116 patients) was between 2008 and 2010. Three studies reported hazard ratios (HRs) and their 95% confidence intervals (CI). The other three studies extracted Kaplan-Meier curves. All selected articles were retrospective cohort studies and were of high quality according to the Newcastle Ottawa scale (NOS) quality criteria. Table 2 presents the details of immunohistochemistry (IHC). The IHC positive rate value ranged from 37.1% to 48.1%. Various antibodies and antibody epitopes were used to evaluate YB-1 expression. The cutoff for overexpression depended on the staining location and the selected scored method. Two studies used a combined cytoplasmic and nuclear staining to determine the positive status [22, 23] . Four studies used nucleus staining only [24] [25] [26] [27] .
Evaluation and expression of YB-1
Association of YB-1 with Survival
Pooled analysis of the six studies showed that YB-1 overexpression was associated with the worst overall survival (OS) in NSCLC patients (HR = 1.59, 95% CI [1.27, 2.00], P < 0.001, fixed effect). A moderate heterogeneity (I 2 = 28.5%, P H = 0.221) was observed ( Figure 2 and Table 3 ). All pooled HRs were performed by fixed-effect model. P H P-value for heterogeneity based on Q test. P P-value for statistical significance based on Z test. 
Association of YB-1 with clinicopathological parameters
The associations between YB-1 and clinicopathological parameters are shown in Table 4 and 
Sensitivity analysis and publication bias
The results of the sensitivity analysis are shown in Figure 4 . When each individual study was sequentially excluded, the combined 95% CI of the remaining five studies did not exceed the 95% CI of the pooled HR of six studies, indicating that no individual study dominated the results. Publication bias was tested by HR estimation of the OS. No obvious publication bias was revealed by 
DISCUSSION
In this study, we meta-analyzed the literature on YB-1 expression in NSCLC and its association with OS and clinicopathological features. Results showed that YB-1 overexpression was correlated with poor OS. All subgroup and sensitivity analyses indicated the poor role of YB-1 overexpression in NSCLC except for the combined cytoplasmic and nuclear staining [22, 23] . When subgroup analyses in terms of the IHC staining location of YB-1 overexpression were used, heterogeneity was significantly reduced. The cutoff for the positive value considered only the nucleus staining that showed a statistical significance [24] [25] [26] [27] , suggesting that only the nucleus expression of YB-1 was associated with poor OS in NSCLC. Moreover, multivariate analyses in the subgroup analyses showed a statistical significance [22, 24, 27] . Thus, YB-1 expression may be an independent factor of OS. We also found a significant association between YB-1 overexpression and poor clinicopathological features, including tumor stage and depth of invasion. Although this study is a literaturebased analysis, Begg's test, Egger's test, and funnel plot found no publication bias. Heterogeneity assumption was tested by I 2 metric, and the pooled HR of OS displayed moderate heterogeneity. These results are encouraging and serve as basis for the further development of biomarkers and target therapy.
This study has a number of limitations. First, various antibodies and epitopes of the YB-1 antibody may lead to different nucleo-cytoplasmic staining results. Second, no method and cutoff definition have been accepted and validated for evaluating YB-1 expression. Third, only a small number of patients were considered in this study. Finally, we failed to directly extract the HRs and 95% CI from the original data of three selected studies. Instead, we estimated them from the survival curves. Although estimating the estimated HRs may be a less reliable approach, it was the only feasible method [28] . We analyzed the pooled HRs by using two ways of HR extraction, and we found no major deviations.
In conclusion, this meta-analysis showed that YB-1 overexpression is correlated with poor OS and clinicopathological features in NSCLC, suggesting that YB-1 may be a poor prognostic factor and therapeutic target in NSCLC. Subgroup analysis revealed that the nucleus expression of YB-1 may be more closely associated with the prognosis of NSCLC than cytoplasm expression. Large well-designed studies employing a standard evaluated method are necessary to obtain higherquality evidence.
MATERIALS AND METHODS
Meta-analysis was conducted in accordance with the preferred reporting items for meta-analysis criteria [29] .
Search strategy
We searched PubMed and Embase from inception up to July 18, 2016 
Selection of studies
The selected studies should meet the following eligibility criteria: (1) retrospective or prospective cohort studies; (2) published in English; (3) based on the association between YB-1 and NSCLC; (4) availability of OS data for estimating HR and 95% CI; and (5) YB-1 expression was measured by IHC. When duplicate studies or overlapping patient cohorts were found, only the largest or most informative data were included. Reviews, letters, editorials, unpublished studies, and conference abstracts were excluded.
Data extraction
Two reviewers (Jiang L and Yuan GL) independently extracted information with the use of a predesigned Excel sheet. The following information were extracted: name of the first author, publication time, country, number of patients, recruitment time, follow-up duration, analysis method, tumor type, clinicopathological features, antibody epitope, method and score for its evaluation, cutoff for considering YB-1 overexpression, positive rate, HR, and their 95% CI. If HR and their 95% CI were not reported, we extracted them from Kaplan-Meier curves by using the methods proposed by Tierney et al. [28] .
Quality assessment
The NOS was used to assess the quality of the selected studies. The NOS included three main aspects: selection, comparability, and outcome [30, 31] . A study with a score of at least 5 was considered of high quality.
Statistical analysis
Meta-analysis was performed using STATA software (version 12.0; StataCorp, College Station, Texas, USA). Pooled HRs of OS and their 95% CI were calculated. Subgroup meta-analyses, which determined the possible factors that may influence the results, were conducted for: (1) country of patient cohorts; (2) ANOVA; (3) IHC staining location of YB-1 overexpression; and (4) patient recruitment time. The relative frequency of the correlation between YB-1 overexpression and clinicopathological features (age, sex, tumor differentiation, lymph node metastasis, histology, tumor stage, and depth of invasion) was expressed as OR and its 95% CI.
Heterogeneity assumption was tested using the chisquared test based on the Q statistic [32] . If P H < 0.10 revealed significant heterogeneity, the pooled HR or OR were obtained by using a random-effect model. Otherwise, a fixed-effect model was used. We also quantified the heterogeneity by I 2 metric (I 2 < 25%, 25%≤ I 2 ≥50%, I 2 > 50%, represent low, moderate, and extreme heterogeneity, respectively) [32] . Sensitivity analysis was tested by using the "metaninf" STATA command (sequential exclusion of each individual study then pooled HR). Visual inspection of funnel plots, Begg's test, and Egger's asymmetry tests [33] were used to evaluate publication bias (P < 0.10 was considered statistically significant).
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